The serial analysis of gene expression (SAGE) was first developed by performed to minimize the less accurate effect of two random bases, at the 5' end of 1 3 5 linker-3EA, and could potentially reduce the length of tags, and affect the 1 3 6
representative ability of the data. However, direct link with a linker that has two 1 3 7 random bases at the 5' end forming stick ends will 1) enhance the efficiency of the 1 3 8 link assay, and 2) no additional blunt ending process was needed. The inaccuracy caused by this linkage process was removed by the 'digital removal' procedure, 1 4 0 thereby lowering the systematic bias in the data. of the tags (number of tags) in libraries ( Fig. 2A -F showed the first six deep 1 4 9 sequencing runs). Samples from the same sequencing run were compared using reads Class 1 is MZF1. TFAP2A and TFAP2C were also significantly enriched with a raw 2 9 4 score higher than 30. In Class 2, there was only one significantly enriched motif, 2 9 5 RHOXF1. In Class 3 and 4, there were five and four motifs with p-value < 0.05 2 9 6
respectively, but the raw score was lower than ten. In Class 5, there were at least five 2 9 7 motifs with p-value < 0.05, and three of them, RUNX1, ASCL1, and Myod1 had a 2 9 8 raw score higher than 30. In Class 6, the significantly enriched motifs with the highest 2 9 9 score were SNAI2 and FIGLA, whereas, in Class 7, the significantly enriched motifs 3 0 0 with the highest score was NR4A2. In Class 8, there was only one motif ZEB1 3 0 1 enriched in the promoter region of these transcripts. In Class 9, all the enriched motifs 3 0 2 had a raw score of less than ten. In Class 10, the top three motifs were Ascl2, Myog, and VAV1 3 2 0
The toll-like receptor 2 (TLR-2), lymphocyte-specific protein tyrosine kinase binding site of RUNX1 in TLR-2, LCK, and VAV1 was mutated or deleted. Reporter vectors constructed by the wild type, mutated, or deleted promoter sequences were reporter gene ( Fig. 6A -C). The mutated vectors showed significant attenuation of the the wild-type vector was significantly higher in macrophage cells than in the PBMC 3 3 8
assays, suggesting that the endogenous RUNX1expression in mouse macrophage cells 3 3 9
was higher than in PBMCs. The error bars represent the mean ± standard deviation of three duplicate samples. percentages of VAV1 hi (for both CD14 hi and CD14 lo ) cells increased seven-fold in 3 7 0 LPS alone treated samples compared with the non-treated controls and is two-fold 3 7 1 higher than in LPS plus RNUX1 inhibitor treated samples. with LPS plus RUNX1 inhibitor for 6 hours (B) or were stimulated with LPS only (C), and labeled with antibodies that bind to CD14 (PE-A) and target protein (FITC-A, 3 9 2 D-F). To investigate if the expression patterns of the 23 RUNX1 target genes could be PCR assay after treating PBMCs with two different doses of LPS (1 ng/mL, 10 3 9 8 ng/mL), and RUNX1 inhibitor (1 ng/mL, 10 ng/mL). Samples were collected six number of less than 0.7 was removed from the study. The sequencing data were filtered by removing sequences that had poor quality 4 4 7 (score <0.5) for more than 20% of all the bases. All the data discussed in this study Supplemental document 2). The logic behind the luciferase reporter assay is that Shanghai, China) were added at 5 ng/mL and 10 ng/mL, respectively, according to the Yangtze Youth Fund (Grant No. 2015cqn39).
Real-time PCR analysis of RUNX1 targets in LPS and RUNX1 inhibitor treated

1 5
Ethics approval and consent to participate 5 1 6
All procedures involving animals were ethical and were approved by the Animal 5 1 7
Care and Use Committee of Hubei Province (China, YZU-2018-0031). The authors declare that the research was conducted in the absence of any 5 2 0 commercial or financial relationships that could be construed as a potential conflict of 5 2 1 interest. 
